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SEQUENCE LISTING 

{ L ) GENEFAL INFORMATION 

(i) APPLICANT : Coleman, Roger 
Baridman, 01 ga 

(ii) TITLE OF THE INVENTION: NOVEL HUMAN C 5A-LIKE RECEPTOR 

(iii) NUMBER OF SEQUENCES: 3 

(iv) CORRESPONDENCE ADDRESS: 

( A ) A DDR S S S EE: I r:cyt: e Pha r ma ceuticals, Inc. 

(3) STREET: 3 17 4 Porter Drive 

(C) CITY: Palo Alto 

( D ) STATE: CA 
{El COUNTRY: USA 
( F ) ZIP: 9 4 3 0 4 

(v) COMPUTER READABLE FORM: 
(A) MEDIUM TYPE: Diskette 

( B ) COMPUTER : I BM Conipa t. i bl e 

(C) OPERATING SYSTEM: DOS 

(D) SOFTWARE: Fast SEQ for Windows Version 2.0 

(vi) CUF.RENT APPLICATION DATA: 

(A) APPLICATION NUMBER: To Be Assigned 
(5) FILING DATE: Herewith 
{Cl ^LASSIFICAriON: 

(vii) PRIOR APPLICATION DATA: 
(A ) APPL ICATION NUMBER : 

{?: ) FILING DATE : 

( vi i i ) ATT' >ENEY ' AGENT INFORMATION : 
( A } NAME : R i 1 1 i ngs , Lucy J . 
( E ) PEG ] STRATI ON NUMBER : 3 6,749 
( C; - EFE T - EIF^E DOCKET NUMBER : PF-019S US 

( ix) TELECOMMUNICATION INFORMATION: 
( a \ TELE PH r 'ICE : 1 ] c> - f" 5 •- 0 5 5 5 
f?0 TELEFAX* 4 1 r - 94 _ - 1 1 6 6 
(CU TELEX: 



( i ) SEQUENCE CHAFAC7 ^F.IXTICS : 
(r) TYPE: ammo acid 



(D) TOPC LOGY : linear 

(vn ) IMMEI.'IATE SOUFlCE : 

(A) LIBRARY . Consensus 

(B) CLONE' '-,4 6^7 4 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : I : 
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PF-0198-1 CON 

Met Thr Asn Ser Ser Phe Phe cys Pro Val Tyr Lys Asp Leu Glu Pro 

1 5 10 15 

Phe Thr Tyr Phe Phe Tyr Leu V-n L Phe Leu Val G^y lie lie Giy Ser 

2 0 2 5 3 0 

Cys Phe Ala Thr Irp Ala Phe lie Gin Lys Asn Thr Asn Kis Arg Cys 

3 5 ' 4i 4 5 

Val Ser He Tyr Leu lie Asn Leu Leu Thr Ala Asp Phe Leu Leu Thr 

5 0 5 5 6 0 

Leu Ala Leu Pre Val Lys He Veil Val Asp Leu Gly Val Ala Pro Trp 
6 5 7 0 7 5 8 0 

Lys Leu Lys He Phe His Cys Gin Val Thr Ala Cys Leu He Tyr He 

3 5 9 0 9 5 

Asn Met Tyr Leu Ser He He Phe Leu Ala Phe Val Ser He Asp Arg 

100 115 110 

Cys Leu Gin Leu Thr His Ser Cys Lys lie Tyr Arg lie Gin Glu Pro 

115 HO L:5 

Gly Phe Ala Lys Met He Ser Thr Val Val Trp Leu Met Val Leu Leu 

130 135 140 

He Met Val Pro Asn Met Met He Pro He Lys Asp He Lys Glu Lys 
145 150 155 100 

Ser Asn Val Gly Cys Met Glu Phe Lys Lys Glu Phe Gly Arg Asn Trp 

165 170 175 

His Leu Leu Thr Asn Phe He Cys Val Ala He Phe Leu Asn Phe Ser 

HO l-- c 190 

Ala lie lie Leu lie Ser Asn Cys Leu Val He Arg Gin Leu Tyr Arg 
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A -sr: Lys V'p * Glu Asn Tvr P k "o Asr * T a 1 Lvs tvs A a Leu I 1 e Asn 

210 2L5 22 0 

He Leu Leu Val Thr Thr Gly Tyr He He Cys Phe Val Pro Tyr His 

21 5 23 D 2 3 5 2 4 0 

He Val Arg He Pro Tyr Thr Leu Ser 'Sin Thr Glu 'Ail lie Thr Asp 

H5 25 0 2 5d 

Cys Ser Thr Arg He Ser Leu Phe Lys Ala Lys Glu Ala Thr Leu Leu 

260 265 270 

Leu Ala Val Ser Asn Leu Cys Phe Asp Pro He Leu Tyr Tyr His Leu 

2^5 2-0 2 85 

Ser Lys Ala Phe Ar j Ser Lys V vl Thr Glu Thr Phe Ala Ser Pro Lys 

2 9 0 2 0 5 3 (J 0 

Guu Thr Lys Ala Gl:i Lys ("LI - Lys Leu Ar g Cys Glu Asn Asn Ala 

3 0 5 3 1 0 315 

(2) INFORMATION FOR SEQ ID NO : 2 : 

(i) SEQSENO'E CHARACTER 2. T ICS : 



( ,-*) -TP A" O iLDME ?S : -i'V'" ~ J 

'vi i ^ IMMEDIATE ^:Tr.^"'P • 

(B) CLONE: 3 4-5874 

(xi) SEONENCE DEo^R. 7 ?'T Z->U : C E0 TO NO : 2 : 

CAGCTCATGC TT« J TO FGAAG ACTTGCAGCA AGGCTTGCTG AGGC2CACAG AAG A T AC jC C C 60 

CAGTGTTTTG GAGTGGTTTT GAATGTGATT CTGAGATOAG ACTGACTGAG CTGGAATCCT 120 

GGCTTTATAT CTTACCAGCT ACWC \AACCTT GGA< jTCTTAG AAATTTT T'TC TTTTCAKTAA HO 

GCAGTCATCC TTACTTTCCC TCAAGATGAC AAACAGTTCG TTCTTCTGCC CAGTTTATAA 24 0 

AGATCTGGAG CCATTCACGT ATTTTTTTTA TTTAGTTTTC CTTGTTGGAA TTATTGGAAG 3 00 

TTGTTTTGCA ACCTGGGCTT TTATACAGAA GAATACGAAT CACAGGTGTG TGAGCATCTA 3 60 
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CTTAA TTAAT TTGCTTACAG CCGATTTCC r . 



TGAAAATTGT 


4.: j 


TAACAGCCTG 


•no 


GCATTGACCG 


54 U 


GGTTTGCCAA 


h '■ ) 0 


ATATGATGAT 


0 r j 'J 


AAAAG' j AATT 


7 1 ! 0 


TAAATT rCTC 


7 -I 0 


ACAAAGATAA 


h.;o 


CCACGGGCTA 


n i ) ij 


GCCAGACAGA 


9 h 0 


CTACACTGCT 


io:: o 


CAAAAGCATT 


1 ( 1 n 0 


AGAAAGAAAA 


ii-;o 


TTCTGGCOTT 


i::u o 


AAAAAAA 


1 1 5 7 



CCTGGCTGTG TCGAACCTGT GCTTTGATCC TAT'" 



(2) INFORMATION FOR SEQ TO NO : 3 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 350 amino acids 
(3) TYPE: amino acid 

(C) STRANDEDNE3S : single 

(D) TOPOLOGY: linear 

(vll) IMMEDIATE SOURCE: 
(A) LE3RARY: GenBank 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

Met Asn Ser ?he Asn Tyr Thr Thr Pro Asp Tyr 

1 ■: .10 15 

Lys Asp Thr Leu Asp Leu Asn Thr Pro Val Asp Lys Thr Ser Asn Thr 

2 0 2 5 3 ) 

Leu Arq Val Pro Asp lie Leu Ala Leu Val He Phe Ala Val Val ?he 

3 5 4 0 4 5 

Leu Val Gly Veil Leu Gly Asn Ala Leu Ya 1 Val Trp Val Thr Ala Phe 

5 ) 5 5 6 0 

Glu Ala Lys Arq Thr Tie Asn Ala IH 'Trp Phe Lou Asn. Leu Ala Val 

b 5 7 0 7 5 8 0 

Ala Asp Pile Lou Ser Cys Leu Ala Lou Pro He Leu Phe Thr Ser He 

H 5 0 0 9 *z 

Vui GlM ii^s ii a s . rp sr o sue o^y (. j j. y i a A _ d Cys S*;r Lt: i 

Pro 7^; 7.*-fU 7 H l» j u Leu A~n Me-; Tyr Ala Ser Tie : eu l eu Leu A" a 

Thr 7 ; r 7s r A si A: s ■ Ar s Pi.'' :s" i u L 01 : ' ' H Ph° T n T " p n rp r"w; 

.. :. p ' .7 . y j ,eu . a . .e ■ „ . ..eu i.t u . u r ^ - t i ■ r «. :> . :■■ < r r i .o ^i.-'.i Ayr Arg Va ... 

is;; 5 ho 175 

'.Ail A o u G i u Ayr Pne Pro pro Lys vai sou oys o . y V a x Hop ry; 

1-0 1*5 100 

Ser H.if. Asp Lys Arc Aru Glu nrg Ala val Ha He Val Arg Leu Val 

..9 5 2 0U '05 

Leu Gly Phe Leu Trp Pro Leu Leu Thr Leu Thr He Cys Tyr Thr Phe 

2:0 115 220 

lie Leu Leu Arq Thr Trp Ser Arg Arq Ala Thr Arg Ser Thr Lys Thr 

22 5 23 0 23 5 2 4 0 

Leu Lys Val Val Val Ala Val Val Ala Ser Phe Phe He Phe Trp Leu 
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2 4 5 2 5 0 2 5 5 



Pro 


Tyr 


Gin 


Val 


Thr 


Gly 


He 


Met 


Met 


Ser 


Phe 


Leu 


Glu 


Pro 


Ser 


Ser 








2 60 










265 










2 7 0 






Pro 


Thr 


Phe 


Leu 


Leu 


Leu 


Asn 


Lys 


Leu 


Asp 


Ser 


Leu 


Cys 


Val 


Ser 


Phe 






2 /5 










2 8 0 










285 








Ala 


Tyr 


He 


Asn 


Cys 


Cys 


He 


Asn 


Pro 


lie 


He 


Tyr 


Val 


Val 


Ala 


Gly 




2 90 










295 










300 










Gin 


Gly 


Phe 


Gin 


Gly 


Arg 


Leu 


Arg 


Lys 


Ser 


Leu 


Pro 


Ser 


Leu 


Leu 


Arg 


305 










310 










315 










320 


Asn 


Val 


Leu 


Thr 


Glu 


Glu 


Ser 


Val 


Val 


Arg 


Glu 


Ser 


Lys 


Ser 


Phe 


Thr 










325 










3 30 










335 




Arg 


Ser 


Thr 


Val 


Asp 


Thr 


Met 


Ala 


Gin 


Lys 


Thr 


Gin 


Ala 


Val 







340 345 350 
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